: The clustering was based on the expression data of GSE31684. The top 5,000 genes with the highest SD values were used for the analysis by WGCNA. The color intensity was proportional to gender, survival months (survival time), stage, grade and age.
: The cluster dendrogram of genes in GSE31684. Each branch in the figure represents one gene, and every color below represents one co-expression module. Figure S4 : (A) Interaction relationship analysis of co-expression genes. Different colors of horizontal axis and vertical axis represent different modules. The brightness of yellow in the middle represents the degree of connectivity of different modules. There was no significant difference in interactions among different modules, indicating a high-scale independence degree among these modules. (B) Classical MDS plot whose input is the TOM dissimilarity. Each dot (gene) is colored by the module assignment. 
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